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Protein structure and dynamicsChannelrhodopsins are microbial-type rhodopsins that function as light-gated cation channels. Understanding
how the detailed architecture of the protein governs its dynamics and speciﬁcity for ions is important, because
it has the potential to assist in designing site-directed channelrhodopsinmutants for speciﬁc neurobiology appli-
cations. Here we use bioinformatics methods to derive accurate alignments of channelrhodopsin sequences, as-
sess the sequence conservation patterns and ﬁnd conserved motifs in channelrhodopsins, and use homology
modeling to construct three-dimensional structural models of channelrhodopsins. The analyses reveal that heli-
ces C andD of channelrhodopsins contain Cys, Ser, and Thr groups that can engage in both intra- and inter-helical
hydrogen bonds. We propose that these polar groups participate in inter-helical hydrogen-bonding clusters im-
portant for the protein conformational dynamics and for the local water interactions. This article is part of a Spe-
cial Issue entitled: Retinal Proteins — You can teach an old dog new tricks.
© 2013 Elsevier B.V. All rights reserved.1. Introduction
Themicrobial-type channelrhodopsins (ChRs) are light-gated cation
channels that can be used as powerful optogenetic tools [1–4]. These
proteins contain a transmembrane rhodopsin domain, where cation
transport occurs [5–7]. The retinal chromophore is covalently at-
tached to a conserved Lys on transmembrane helix G. Experiments
on Chlamydomonas reinhardtii ChR-2 indicate that in the resting
state of the protein, the retinal conﬁguration is a mixture of all-
trans, 13-cis, and 9-cis isomers, the all-trans isomer being predomi-
nant [8]. Upon absorption of light the all-trans retinal isomerizes to 13-
cis, triggering a reaction cycle during which the protein passes through
four main intermediate states, P1–P4, distinguished by their spectral
ﬁngerprints [9,10], protein conformation, or hydrogen bonding and
protonation state of speciﬁc carboxylate groups [10–12].
Our understanding of channelrhodopsins beneﬁts from the detailed
knowledge of the structures and mechanisms of other microbial rho-
dopsins. But the mechanism of action of channelrhodopsins might be
very different: Albeit the recent structure of a channelrhodopsin chime-
ra structure [13] indicates that the overall fold of channelrhodopsins is
similar to that of, e.g., the bacteriorhodopsin proton pump (BR), the
sequence of the rhodopsin domain of ChR-2 has less than 20% identity
with that of BR [6]. This is somewhat less than the ~30% identity forroteins — You can teach an old
bondar@zedat.fu-berlin.de
ights reserved.the sequences of BR and the halorhodopsin chloride pump, or for BR
and sensory rhodopsin II.
Comparisons of the BR and ChR sequences, structures, and mech-
anisms of action are important for our general understanding of how
pumps and channels may work. Indeed, it was suggested that chan-
nelrhodopsins may have evolved from pump microbial rhodopsins ‘by
loss or uncoupling of a gate’ [14], though details of the relationship be-
tween BR and channelrhodopsins can depend on the channelrhodopsin
variant [15,16]. It is thus intriguing that in special conditions ChR-2
might act as a pump [17]. Knowing which of the differences in sequence
and molecular interactions of BR vs. channelrhodopsins are essential for
the channel functionality is important, because it may assist in selecting
mutations to ﬁne-tune the selectivity of channelrhodopsins for speciﬁc
cations, or its conformational dynamics.
Experiments on various channelrhodopsins led to valuable informa-
tion regarding speciﬁc amino-acid residues and interactions important
for various aspects of channelrhodopsin function (see, e.g., refs.
[2,3,10,11,13,18–25]), and the identity of carboxylate groups that
undergo protonation changes (e.g., refs. [11,12]). Understanding the
molecular origin of the effects of mutations investigated with experi-
ments is made difﬁcult by the scarcity of the structural information on
channelrhodopsins. To date, there is only a low-resolution (6 Å) cryo-
electron microscopy structure of the C. reinhardtii ChR-2 C128T mutant
[26] and an X-ray crystallography structure (2.3 Å resolution) of a C.
reinhardtii ChR-1/ChR-2 chimera protein in which helices A-D are from
ChR-1, and helices F-G from ChR-2 [13]. Prior to the release of the chi-
mera crystal structure, several homology models of channelrhodopsins
have been derived using as templates crystal structures of other micro-
bial rhodopsins— see, for example, refs. [11,24,27]. Though the accuracy
of these homology models is somewhat limited by the low sequence
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used as a template, they proved useful for the interpretation of experi-
mental results.
Here we use advanced bioinformatics tools to explore conservation
patterns of channelrhodopsins, derive homology models of selected
channelrhodopsin variants, and discuss the implications of sequences
and structures for protein dynamics and function.
2. Sequence alignments of channelrhodopsins
Alignments of channelrhodopsin sequences provide valuable infor-
mation for understanding aspects pertaining to the sequence/function
relationship in channelrhodopsins and comparing channelrhodopsins
with othermicrobial rhodopsins (e.g., refs. [2,13,27]); sequence alignments
are also used for deriving homology models of channelrhodopsins
(e.g., refs. [11,24,27]). The relatively low sequence identity between
channelrhodopsins and other microbial rhodopsins and the inser-
tion/deletions in the channelrhodopsin sequences can make difﬁcult
the derivation of accurate sequence alignments.
To align protein sequences, several algorithms with different heuris-
tics could be used — for example, ClustalW [28], MAFFT [29], MUSCLE
[30], T-Coffee [31], ClustalW being widely used. Although most of these
algorithms use a progressive alignment [32], they differ in the pairwise
scoring scheme: ClustalW [28] and MUSCLE [30] use a matrix-scoring
approach to assess the cost of aligning two symbols, whereas T-Coffee
incorporates more information in a consistency approach that is more
accurate [33]. The pairwise scoring scheme leads to greater differences
in the resulting alignmentswhen the sequences donot share a homology
higher than N40%, or when there are long insertions or deletions. Both
the low sequence homology and the insertions/deletions require special
attention when aligning sequences of channelrhodopsins with those of
other microbial rhodopsins.
We chose T-coffee because it allows as input the combination of
heterogeneous sources (e.g. sequence-alignment programs, structure
alignments, threading, manual alignment, motifs and speciﬁc con-
straints). We used the T-Coffee strategy together with a template-
based alignment using known PDB structures as a guidance available
with the –pdb option of T-Coffee [31,34]. The initial alignment was
performed using the T-coffee multiple sequence alignment package
[31]. We combined sequence information with protein structural in-
formation to create a template-guided alignment by using the crystal
structures of BR (PDB ID: 1QHJ, ref. [35]) and the ChR-1/ChR-2 chi-
mera (PDB ID 3UG9, ref. [13]) from the Protein Data Bank [36]. The
alignments obtained with T-coffee were then manually inspected
and curated. The sequences used for channelrhodopsins and their
data base entry codes are given in Fig. 1.
3. Motif searches, clustering, and alignment
Helix B of most channelrhodopsins studied here contains ﬁve Glu
groups in the motif EExxxxxxExxxxxxExxxE, where by x we denote
any amino acid. The presence of ﬁve Glu groups within a transmem-
brane helix is intriguing, because the membrane insertion of model he-
lices with negatively-charged groups is energetically unfavorable [37].
To ﬁnd out if other channel proteins may have the same motif, we per-
formed a systematic search using the EMBOSS program fuzzpro [38],
which allows searching for a speciﬁc pattern in a ﬁle of protein se-
quences. We performed several database searches for the Glu motif,
one against the NCBI nr database, which is a non-redundant protein se-
quence database with entries from GenPept, Swissprot, PIR, PDB, and
the NCBI (last 2012 release). Further searches were performed against
the PDB (ref. [36], version June 2013) and the database of transmem-
brane proteins (PDB_TM, ref. [39]; version June 2013). The results
obtained with fuzzpro for each of the databases were analyzed sepa-
rately. To ﬁlter the information about the Glu motif signatures, we per-
formed clustering using cd-hit (http://weizhong-lab.ucsd.edu/cd-hit/)[40]. The NCBI annotations of the proteins were added to the resulting
clusters in order to compare functional annotations within a cluster
and between the different clusters. Hypothetical proteins were neither
further annotated nor used.
We examined the clusters to ﬁnd out if they contain sodium, calci-
um, or potassium channels. The motifs belonging to the clusters of
such channels were then independently aligned using the T-coffeemul-
tiple sequence alignment package [31]. Each of the alignments obtained
with T-coffee for each set was manually inspected and curated by
attending to relevant functional positions. The multiple sequence align-
ments were graphically represented with a sequence logo using the
webser WebLogo (http://weblogo.berkeley.edu/examples.html). The
sequence logo consists of stacks of letters. Each letter gives the amino
acid residue, the height of the letter being an indication of its relative
frequency of conservation. The overall height of a stack of letters indi-
cates the sequence conservation measured in bits. In the cases where
the alignment contained only few sequences we used the small sample
correction of WebLogo [41].
The search against the NCBI nr pep database identiﬁed 11,940
sequences that presented at least one hit for the motif EExxxxxx
ExxxxxxExxxE. 23.6% (2815) of these sequences were annotated
as hypothetical or conserved hypothetical proteinswithout known func-
tion, and were discarded from further analysis.
4. Homology models of channelrhodopsins
A homology model of a query (target) protein can be obtained by
ﬁrst aligning the query sequence to that of a template protein whose
crystal structure is known, and then using special algorithms to derive
coordinates for the atoms of the target protein.More than one sequence
and protein structures can be used as templates, the usage of multiple
alignments being particularly important when the sequence identity
between the target and the template(s) is low [42]. Proper alignment
of the sequences of the target and template(s) is critical for the reliabil-
ity of the homologymodel: for sequence identities of less than 30%,mis-
alignments are a signiﬁcant source of errors [42], i.e., a low similarity
between the target and the template sequence can interfere with the
accuracy of the alignment and of the homology model [42,43].
Numerous programs exist for deriving homology models of pro-
teins — see, for example, Modeller [42,44], Medeller [45], Phyre
[46], and the summary of web servers for homology modeling listed
in ref. [46]. A critical discussion of the protocols used for the various
homology-modeling algorithms is beyond the scope of this article.
To derive the homology models of channelrhodopsins we used the
one-to-one threading option of the web-based program Phyre2 [46]. It
was noted that the protocol used by Phyre allows the derivation of
core homology model structures that are within 2–4 Å of the native
structure even when the sequence identity between the target and the
template is 15–20% [46].
As template for homology modeling we used either the ChR-1/
ChR-2 chimera structure [13] or the BR structure [35]. For each
channelrhodopsin, the query sequence used as input in Phyre2
was that of the rhodopsin domain obtained through the sequence
alignments discussed in Section 2 above (for the full sequence
alignments, see the Supplementary Information).
The high sequence identity between channelrhodopsins and
ChR-1/ChR-2 (41% forMesostigma viride ChR-1, 85% for C. reinhardtii
ChR-1) as compared to the very low sequence identity (b20%) be-
tween channelrhodopsins and BR (Table 2) argue strongly for
using the chimera structure as template for homology modeling.
To illustrate the limitations of homology models of channelrhodopsin
derived using templates with low sequence identity, we discuss brieﬂy
tests performed using BR [35] as a template.
Models of C. reinhardtii ChR-2 or of the ChR-1/ChR-2 chimera
derived using BR as a template (Fig. 5A and B) have a core structure
similar to that of the ChR-1/ChR-2 chimera (Fig. 3B) and the ChR-2
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Fig. 1. Sequence alignments of channelrhodopsins. The sequence alignments are given for each of the seven helices (A–G) of bacteriorhodopsin (BR). The color scheme used is that of Kyte
and Doolittle [104]. In this scheme, the amino acid residues are colored from red (most hydrophobic) to blue (most hydrophilic). The helical regions of BR were checked with the
translocon analysis of MPeX [49]. The sequences used for BR and the ChR1/ChR-2 chimera are those of the protein structures from refs. [35] and [13], respectively. The UniProt entries
for the other sequences are as follows: Volvox carteri ChR-1 — B4Y103; M. viride ChR-1 — F8UVI5; Chlamydomonas yellowstonensis ChR-1 — G8HK98; Chloromonas augustae ChR-1 —
G8HKA1; C. reinhardtii ChR-1 — Q93WP2; Chlamydomonas raudensis ChR-2 — G8HK99; V. carteri ChR-2 — B4Y105; C. reinhardtii ChR-2 — Q8RUT8. The NCBI GenBank accession codes
for Pleodorina starii ChR-1 and ChR-2 are AEY68812 and AEY68813, respectively. Pg ChR1 is the partial synthetic construct found under the GenBank code AEY68835.1 [2]. The complete
sequence alignment is given in the Supplementary Information.
645C. del Val et al. / Biochimica et Biophysica Acta 1837 (2014) 643–655model derived using ChR-1/ChR-2 as a template (Fig. 3F). However,
in the BR-based homology model of ChR-2 some polar and charged
groups of helix B have an energetically unfavorable orientation
whereby they face the hydrophobic membrane core (Fig. 5A). A
similar observation of some of the helix B carboxylates of helix B
pointing towards the exterior of the protein was made in thehomology modeling work from ref. [24]. When subjecting the se-
quence of the rhodopsin domain of ChR-1/ChR-2 to homology
modeling based on BR, the Glu groups of helix B have more reason-
able orientations (Fig. 5B), but the overall orientation of the trans-
membrane helices appears somewhat closer to that of the BR
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Fig. 2. Selected changes in amino acid sequence of channelrhodopsins relative to bacteriorhodopsin. The changes in amino acids were calculated for each of the helices A–G (panels A–G)
based on the sequence alignments presented in Fig. 1. For clarity, we do not show changes in the composition of Pro groups. Pro groups are present in helices B, C, E and G (see Fig. 1).
646 C. del Val et al. / Biochimica et Biophysica Acta 1837 (2014) 643–655D), indicating that speciﬁc interhelical interactions are not well
reproduced.
The two BR-based homology models discussed above could be
improved, for example, bymanually editing the Phyre2 sequence align-
ment of the query and target sequences, and by subjecting the protein to
structural optimization via molecular dynamics simulations. A protocol
for homology modeling of channelrhodopsin is detailed, for example,
in ref. [27]. But the accuracy of such a homology model in describing
native intra-molecular interactions of channelrhodopsin would remain
difﬁcult to assess, and details of the model may depend on the stretch
of the sequence of the channelrhodopsin target and on the protocol
used to perform the sequence alignment, homology modeling, andstructure optimizations. For the remaining of the manuscript we use
in our discussion only those homology models derived based on the
ChR-1/ChR-2 chimera structure from ref. [13] (Figs. 3 and 4), and for
all sequence alignments we consider those derived using T-coffee [31].5. The charged and polar groups of the transmembrane helices
To dissect patterns of conservation of the amino acids of chan-
nelrhodopsins, we use the sequence alignments of the transmem-
brane helical regions (Fig. 1, Table 1) and homology models of
selected channelrhodopsins (Figs. 3–4, Table 2).
































D, E/ K, R/ C /  S, T  /   H, N, Q, W, Y
Fig. 3.Homologymodels of selected ChR-2 proteins illustrating the distribution of groups that can hydrogen bond. In panels A–G, the Cα atoms are shown as van derWaals spheres using
the following color code: Ser/Thr— orange, Cys— yellow, Asn, Gln, His, Trp, Tyr— green, Asp/Glu— red, and Arg/Lys— blue. (A–B) The crystal structures of bacteriohodopsin [35] and the
ChR1–ChR2 chimera [13] are shown as reference structures; the chimera structure was used as a template to generate the homology models depicted in panels C–F. Panels C–F give the
three-dimensional homology-model structures of ChR-2 from, respectively,C. raudensis,V. carteri, P. starii, and C. reinhardtii. Allmolecular graphics imageswere prepared using VMD [105].
647C. del Val et al. / Biochimica et Biophysica Acta 1837 (2014) 643–655Compared to the proton-pumping BR, all channelrhodopsins from
our dataset have more polar groups in helices B, C, D and G (Table 1,
Figs. 1–4). Helix A also tends to be more polar, though for a few
channelrhodopsins, such asM. viride ChR-1, the polarity of this helix is
about the same as that for BR. Helix F is the least polar, and its overall
polarity is, for most channelrhodopsins, less than half of that observed
for BR; the larger hydrophobicity of helix F in channelrhodopsins as
compared to BR is accompanied by a larger number of groups with
small sidechains (Ala, Gly; see Figs. 1F and 2F) that could make helix F
somewhat ﬂexible. The charged groups are largely concentrated in
helices B and G. Except for C. yellowstonensis ChR-1 and C. augustae
ChR-1 that contain His, helix A of channelrhodopsins has no titratable
group (Table 1b).
The increase in the percentage of polar groups of helix B in
channelrhodopsins (~25–37%) relative to BR (17.4%) is largely due
to the replacement of hydrophobic (I45, A53, M60, G63) or polar
groups (T46) by Glu and, in most channelrhodopsins, also a Lys
group (Figs. 1B and 2B). We denote as the helix B Glu motif thesequence EExxxxxxExxxxxxExxxX, where x is any amino acid. Of
the channelrhodopsin sequences considered here, only M. viride
ChR-1 and Pg ChR-1 do not have the helix B Glu motif (Fig. 1B). It
has been suggested that the presence in M. viride ChR-1 of just
three Glu groups in helix B (Fig. 1B) may explain the small currents
measured for this channel [2]. It remains unclear why introducing
in helix B the V102E/A116E mutation reduces the photocurrent [21].
In channelrhodopsins that have the helix-B Glu motif, the enhanced
hydrophilicity of helix B is compensated in part by the replacement of
BR T47 and S59 by a hydrophobic group (F, I, L or V). The Val at position
49 in BR is present in all channelrhodopsins, and is largely preceded by a
Tyr group. All channelrhodopsins studied here have the helix-B Glu
motif preceded by the sequence (C/T)GW. We can summarize these
observations to reﬁne the helix-B Glu motif of most channelrhodopsins
to the sequence (GW)EEbYVxbExxbExxxE, where b is a hydrophobic
group.
Within the reﬁned helix-B Glu motif we note differences between
ChR-1 and ChR-2. For example, in all ChR-2s studied here, the BR
V. carteri ChR-1 M. viride ChR-1 C. yellowstonensis ChR-1 


































Fig. 4. Homology models of selected ChR-1 proteins illustrating the distribution of groups that can hydrogen bond. The color code for the amino acids is the same as in Fig. 3. Panels A–E
illustrate the three-dimensional homology-structure models of ChR-1 from, respectively, V. carteri,M. viride, C. yellowstonensis, C. augustae, and C. reinhardtii.
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Phe respectively. ChR-1s tend to feature an insertion of a His/Ser in
the position adjacent to the last Glu of the Glu motif, and the Lys
close to the central Glu group is not necessarily present (Fig. 1B).
With these additional observations, we can further restrict the Glu
motif of ChR-2 to the sequence (GW)EEbYVCxbEbxKVxbEbbxE(F).
The details of how the transmembrane helices of channelrhodopsins
are incorporated into the lipid membrane are not known. Since mem-
brane insertion of peptides that contain polar and charged groups is
energetically unfavorable [37,47,48], the signiﬁcant polarity of helices
B and G in channelrhodopsins (Table 1, Figs. 1–4) raises the question
as to how the cellular machinery incorporates helices B and G into the
membrane. When we subjected the sequences of the rhodopsin
domains of C. reinhardtii ChR-2 and of the ChR-1/ChR-2 chimera to
a translocon free energy of insertion analysis using MPeX with a
window size of 20 amino acid residues (Membrane Protein Explorer,
ref. [49]), MPeX predicted only ﬁve instead of seven transmembrane
segments. In contrast, for BR MPeX correctly predicts seven trans-
membrane segments.
From experiments we know, for example, that inter-helical hydro-
gen bonds involving Asn, Asp, Gln, Glu and His can drive interactions
between model transmembrane helices [50–52], that Asp-Asn and
Asp-Asp pairs can promote the formation of helical hairpins [53], and
that association of transmembrane helices can be facilitated by thepresence of speciﬁc Ser/Thr motifs at the helix interface [54]. Given
the spatial proximity of helices A–C and G (Figs. 3A and B) and the
cooperativity observed for the folding of BR into lipids [55], we
speculate that the membrane incorporation of helix B, which is
loaded with charged and polar groups, may be facilitated by the
possibility of hydrogen bonding between helices A–C and G: In
channelrhodopsins, the increased hydrophilicity of helices C and G
relative to BR (Table 1) is largely due to the replacement of hydro-
phobic groups by groups that can hydrogen bond (Figs. 1C and G
and 2C and G). We note in particular the larger number of Cys, Ser,
and Thr in helices A, C and D (Fig. 2C and D), and the increase in
hydrogen-bonding groups of helix G (Fig. 2G). Protonation may
also assist the membrane insertion of carboxylate-containing pep-
tides [56].
Channelrhodopsins are not unique in that they have a transmem-
brane helix that is highly charged — another example is the voltage-
sensing domain of the KvAP voltage-gated potassium channels,
which has several Arg groups within the S4 transmembrane helical
segment. Experiments demonstrated that the isolated S4 helix can
be inserted into the lipid bilayer [57]; molecular dynamics simula-
tions revealed that the lipid bilayer close to the peptide is thin, and
that Arg groups can hydrogen bond to water and lipid phosphate
groups [58]. The membrane interactions between the charged helix
of channelrhodopsins and that of the KvAP voltage sensing domain
C. reinhardtii ChR-2 
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Fig. 5. Testing BR as a structure template for generating homologymodels of channelrhodopsins. (A) BR-based homologymodel of the rhodopsin domain of C. reinhardtii ChR-2 (compare
to Fig. 3F). (B) BR-based homologymodel of the rhodopsin domain of the ChR-1/ChR-2 chimera (compare to Fig. 3B). (C) Comparison of the BR-based ChR-1/ChR-2 homologymodelwith
the BR crystal structure [35] used as a template. (D) Comparison of the BR-based ChR-1/ChR-2 homologymodel with the crystal structure of ChR-1/ChR-2 [13]. The overlaps from panels C
and D were done using the SSM superpose tool of the Coot software [106] and depicted using VMD [105].
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Arg, Glu sidechains cannot hydrogen bond directly to lipid phosphate
groups.
Our search for EExxxxxxExxxxxxExxxEmotifs in other proteins led to
hits indicating calcium, potassium, or sodium channels that contain Glu
motifs (Fig. 6). Examples of EExxxxxxExxxxxxExxxE motifs found in
other channels are the sequence EEEEEEGQEGVEEEDEKDLE of theH. sapi-
ens voltage-dependent L-type calcium channel subunit alpha-1F isoform1 (GenBankGI id 53832007), or the sequence EESNKEAKEEAELEAELELE of
the H. sapiens T-type calcium channel alpha 1G (GI ID 2921754).
Though the number of Glu groups and the separation between the
Glu groups are the same as in the channelrhodopsin helix-B Glu motif,
the hits obtained for other channels have signatures that are much
more polar: The restricted channelrhodopsin helix-B Glu motif has at
least four hydrophobic groups and a maximum of ﬁve carboxylates,
whereas the other motifs we found via the database search have
Table 1
Polar and charged amino acid residues within the transmembrane helices.
a)
Sequence Percentage of polar groups
Helix A B C D E F G
BR 10.0 17.4 21.7 18.2 13.6 23.8 26.1
ChR-1/ChR-2 22.0 33.3 30.4 36.4 18.2 9.5 34.8
V. carteri ChR-1 16.7 33.3 30.4 27.3 31.8 9.5 34.8
M. viride ChR-1 12.5 29.2 30.4 36.4 18.2 10.0 39.1
C. yellowstonensis ChR-1 22.2 25.0 34.8 27.3 18.2 14.3 39.1
C. augustae ChR-1 22.2 25.0 34.8 27.3 18.2 14.3 39.1
P. starii ChR-1 20.0 33.3 31.8 40.9 28.6 14.3 41.2
Pg ChR-1 12.5 25.0 26.1 36.4 18.2 9.5 34.8
C. reinhardtii ChR-1 22.2 33.3 30.4 36.4 18.2 9.5 39.1
C. raudensis ChR-2 11.1 37.5 30.4 36.4 31.8 9.5 43.5
V. carteri ChR-2 16.7 33.3 30.4 36.4 22.7 9.5 39.1
P. starii ChR-2 21.1 25.0 34.8 27.3 25.0 9.5 39.1
C. reinhardtii ChR-2 16.7 25.0 34.8 31.8 22.7 9.5 34.8
b)
Sequence Percentage of charged amino acid residues
Helix A B C D E F G
BR 0.0 0.0 13.0 4.5 4.5 9.5 17.4
ChR-1/ChR-2 0.0 29.2 13.0 9.1 9.1 0.0 21.7
V. carteri ChR-1 0.0 29.2 13.0 9.1 13.6 4.8 21.7
M. viride ChR-1 0.0 12.5 8.7 9.1 4.5 4.8 26.1
C. yellowstonensis ChR-1 5.6 25.0 13.0 9.1 9.1 4.8 21.7
C. augustae ChR-1 5.6 25.0 13.0 9.1 9.1 4.8 21.7
P. starii ChR-1 0.0 33.3 13.6 9.1 14.3 4.8 23.5
Pg ChR-1 0.0 12.0 8.7 13.6 9.1 0.0 17.4
C. reinhardtii ChR-1 0.0 29.2 13.0 9.1 9.1 4.8 26.1
C. raudensis ChR-2 0.0 29.2 13.0 13.6 13.6 4.8 26.1
V. carteri ChR-2 0.0 29.2 13.0 13.6 13.6 4.8 26.1
P. starii ChR-2 0 25 13.0 4.5 10 0 26.1
C. reinhardtii ChR-2 0 25 13.0 4.5 13.63 0 21.7
a) Composition of the polar amino acid residues, as percentage of each helix. As polar
amino acid residues we counted D, E, H, K, N, Q, R, S, and T.
b) Composition of the amino acid residues that can have a net charge. We counted here D,
E, H, K and R.
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(Fig. 6) that are most likely solvent-exposed. That is, based on the cur-
rent database search, we could not ﬁnd another class of channels that
has a sequence fragment qualitatively similar to that of the helix-B Glu
motif.
Understanding the context in which polar Glu-rich motifs may
appear in other channels would require information on the three-
dimensional structure of these proteins. Since our search of the helix B
Glu motif using the database of known protein structures PDB_TM
(ref. [39]; version 2013-06-07) returned the ChR-1/ChR-2 chimeraTable 2
Summary of homology models for the rhodopsin domain of selected channelrhodopsins.
Sequence Sequence length Template useda Sequence identity (%)b
V. carteri ChR-1 G39-I284 ChR-1/ChR2 67
M. viride ChR-1 G65-G324 41
C. yelowstonesis ChR.1 G91-I336 55
C. augustae ChR-1 G90-I335 55
C. reinhardtii ChR-1 G83-V328 85
C. raudensis ChR-2 G88-V333 63
V. carteri ChR-2 G39-V284 72
P. starii ChR-2 P1-V227 68
C. reinhardtii ChR-2 G44-I289 79
C. reinhardtii ChR-2 BR 16
ChR-1/ChR-2c G60-I305 17
a For the template structure we used the ChR-1/ChR-2 structure from ref. [13] or the BR
structure from ref. [35].
b The sequence identity between each query sequence and the template is given as
indicated by Phyre2 [46].
c We derived a homology model of the chimera structure based on BR as a template to
check it against the true crystal structure from ref. [13].structure [13] as the only hit, at the moment channelrhodopsins appear
as the only membrane proteins with a helix B Glu motif for which we
have information on the three-dimensional structure.
6. Conservation motifs of transmembrane helical segments
Close inspection of the sequence alignments reveals that, within the
dataset considered here, there are highly conserved motifs shared by
the putative transmembrane segments of channelrhodopsins (Fig. 1,
Table 3). We ﬁnd that some of the conserved motifs are present in all
channelrhodopsins, whereas others appear mostly in one type of pro-
teins (Table 3). In what followswe discuss the changes in the sequences
of amino acids that encompass three carboxylates critical for proton
transport in BR (D85, D115, and D212); these carboxylates are part of
helices C, D, and G, respectively.
The sequence of helix C is highly conserved among channelrhodopsins
(Fig. 1C). Signiﬁcant differences in the sequences of helix C in BR vs.
channelrhodopsins are at the D85 and D96 proton transfer sites of BR
(Fig. 1C, Table 3). The importance of the replacement of D85 by Glu is
illustrated by site-directed mutagenesis experiments on the both BR
and channelrhodopsins. In BR, theD85Emutation is associatedwith faster
deprotonation of the retinal [59–64], since the longer Glu sidechain is
more ﬂexible than Asp [63,64]. In the closed state of the ChR-1/ChR-2
chimera, the Glu replacing BR D85 (E162, Fig. 7C) might be protonated
[13], and replacing by Thr the corresponding Glu in C. reinhardtii (E123)
changes the equilibrium between two open states of the protein [4].
Given the complexity of the environment in the vicinity of E162
(Fig. 7C), and our observations on changes in protein dynamics when hy-
drogen bonds are affected [65], we suggest that understanding the E123
mutations would require studies of protein dynamics.
At the BR proton donor site, theD96LALLV sequence is replaced, in al-
most all channelrhodopsin sequences, by HLSNLT (Fig. 1C). That is, one
carboxylate and three hydrophobic groups are replaced by four groups
that can hydrogen bond. As discussed below in Section 7, we think
that these changes in hydrogen bonding can have important conse-
quences for the local structure, dynamics, and hydration of helix C.
The importance of the context of the amino acid sequence at the BR
D96 site is further illustrated by observations from experiments that,
in ChR-2, mutation to Arg of the His replacing BR D96 affects the con-
ductance of sodium ions [2,7]; replacing the His back into Asp, that is,
recovering the BR D96 proton donor, led to loss of the light-gated
conductance in C. reinhardtii ChR-1 [5]. In M. viride ChR-1, D96 is re-
placed by Ala (A153 in Fig. 1C), and mutation of this group to His or
Arg suppresses the current [21].
D115 of helix D is present in all channelrhodopsins, except for P.
starii ChR2 where it is replaced by Ser (Fig. 1D). But the amino acids
adjacent to D115 (D156 in C. reinhardtii ChR-2) are different in BR vs.
channelrhodopsins. In BR, the amino acid residues neighboring D115
within helixDhave small sidechains—Ala andGly. In channelrhodopsins,
the ADG sequence is mostly replaced by SDx, where x is either Val or Ile
(Fig. 1D). The changes in the sequence of helix D are accompanied by
changes in hydrogen bonding between helices D and C: Whereas in BR
D115 hydrogen bonds to T90, in channelrhodopsins T90 is always re-
placed by Cys (C128 in C. reinhardtii ChR-2, and C167 in ChR-1/ChR-2,
Fig. 7C). In spite of these changes in the amino acid sequences, it is
thought that a hydrogen bond is present between helix-C Cys and
helix-D Asp of C. reinhardtii ChR-2 [66]; the Asp/Cys interaction appears
important for the reaction cycle of the channel, because mutation of
C128 back into Thr affects the timescale of conformational changes [19].
The changes in the sequences of helices C and D at the site of the inter-
helical hydrogen bond may be related to the different roles of the Asp:
whereas in BR D115 remains protonated throughout the reaction cycle
[67], the corresponding D156 of ChR2 deprotonates, and is thought to
be the internal proton donor for the retinal Schiff base [12].
Replacement of helix-G D212 greatly affects the reaction cycle of BR
(e.g., ref. [40]). ThoughD212 is present in all channelrhodopsins studied
Fig. 6. Sequence logos illustrating the results of the database search for EExxxxxxExxxxxxExxxE motifs. Although ﬁve-glutamate motifs were found in other channels, within the dataset
used we could not ﬁnd other channels having the more restrictive Glu motif of helix B observed in channelrhodopsins (EEbYVxbExxbExxxE, where b is a hydrophobic group).
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that of BR: immediately upstream the sequence the Asp is separated
from a Ser by one amino acid in BR, vs. two amino acids in
channelrhodopsins (Fig. 1G, Table 3). This change in the position of
the Ser relative to the Asp group is important, because Ser sidechains
can hydrogen bond to the backbone amide groups and inﬂuence the
local dynamics of the helix (see discussion in Section 7 below).
The environment of D212 is changed not only within helix G, but
also in its inter-helical hydrogen bonding. In BR D212 hydrogen bondsTable 3
Illustration of common sequence conservation patterns.
Helix Sequence motif ChR-1 ChR-2
A Q56W57 + +
Y71 + +
B CGWEEbYVxbExxbExxxE + +
CGWEEbYVCxbEbxKVxbEbbxEF − +
C T127C128a + +
H134LSNLT139 + +
D R148TMxLLxx1Dxx2x3 a,b + +
E K174xxFx4xxG181c + +
Y184xxNTxxxxA193d − +
F V212x5xx6A216e + +
G D253xxSKN258 + +
The numbers in subscripts refer to the sequence of C. reinhardtii ChR-2. x denotes any
amino acid residue, and b denotes a hydrophobic group.
a The entire helix C has signiﬁcant conservation among channelrhodopsins (see the
main text).
b x1 is mostly Ser; x2 is always Gly in ChR-2, and Gly, Ala or Cys in ChR-1; x3 is either
Thr or Cys (Fig. 1D).
c x4 is always Phe in ChR-2, and either Phe or Tyr in ChR-1.
d The Asn of this motif is often replaced by Tyr in ChR-1.
e x5 is Arg, Lys, Ser, or Thr; x6 is either Met (in all type-2 channelrhodopsins) or Leu.to Y57 and Y185, and mutation of either Tyr to Phe affects the reaction
cycle: The Y57F mutation affects the order of proton release and uptake
[68], and Y185F appears to stabilize a late intermediate of the reaction
cycle [69]. The ChR-1/ChR-2 crystal structure indicates Phe groups at
the positions corresponding to Y57 and Y185 (Fig. 7C), suggesting that
inter-helical coupling between helices B, F and G at the D212 site
(D292 in ChR-1/ChR-2) is weaker in channelrhodopsins than in BR.
7. The Cys/Ser/Thr motifs of channelrhodopsins
Analysis of the composition of the amino acids of the transmem-
brane helical segments of channelrhodopsins reveals an increase in
the total number of Cys, Ser, and Thr groups relative to BR (Figs. 2,
3, and 4). This increase is largely due to the Cys groups — whereas
BR has no Cys group, the putative transmembrane segments of
channelrhodopsins have between four (e.g., C. raudensis ChR-1)
and ten Cys groups (e.g., C. augustae ChR-1). The Cys groups are
mostly present in helices B and C. The channelrhodopsins considered
here have multiple Ser/Thr groups within helix D; moreover, within
helix D there is signiﬁcant conservation of Ser/Thr in the positions
corresponding to BR I108, A114, M118, V124 and, to some extent,
G125 and T128 (Fig. 1D). Helix C contains a highly conserved TC
motif corresponding to BR T89 and T90; in C. yellowstonensis and C.
augustae ChR-1, the TC motif of helic C is replaced by CC (Figs. 1C,
4C and D). Some of the Cys/Ser/Thr groups are clustered approxi-
mately at the middle of the putative pore (see, e.g., Figs. 3B and D,
4D and E, and7A).
The presence of multiple Ser and Thr groups within the transmem-
brane helices of channelrhodopsins is intriguing, because experiments
indicate positive free energies of insertion in the membrane hydropho-
























































































Fig. 7. The Ser and Thr groups mediate inter- and intra-helical hydrogen bonds. (A) Distribution of Cys, Ser and Thr in the chimera structure ChR-1/ChR-2. Panels A–C are based on the
crystal structure from ref. [13]. Note the higher density of such groups at approximately the middle of the protein, and between helices A and G. (B) Illustration of hydrogen bonds me-
diated by Ser and Thr groups. For clarity, we show only those small portions of helix C that include R159 and S175. The broken lines indicate hydrogen bonds; the numbers close to the
broken lines give the distance between the hydrogen bond donor and acceptor heavy atoms. Note that helix D has three intra-helical hydrogen bonds, and two inter-helical hydrogen
bonds that involve Ser/Thr. (C) Selected charged and polar groups close to the retinal chromophore in the ChR-1/ChR-2 chimera. (D) Selected charged and polar groups close to the retinal
chromophore in the BR structure from ref. [35].
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and the probability of ﬁnding two Ser groups within the same trans-
membrane helix is low, ~20% [72]. Our previous bioinformatics analyses
of membrane proteins containing α-helical transmembrane segments
indicated that 45–58% of the proteins do not contain multiple Ser/Thr
groups [73]. We did, however, identify α-helical membrane proteins
that have numerous Ser/Thr groups, in particular transporters and re-
ceptors [73].
An important aspect concerning Ser/Thr in membrane proteins is
that their hydroxyl groups can have both inter- and intra-helical hydro-
gen bonds. In what the inter-helical hydrogen bonds are concerned, we
know that Ser/Thr motifs can promote helix interaction via hydrogen
bonding [54,74]. The intra-helical hydrogen bonds of Ser/Thr are formed
via the interaction of their hydroxyl group with backbone amide or car-
bonyl groups [71,73,75–80]. Intra-helical hydrogen bonding of the
hydroxyl group of a Ser/Thr group to the amide group of the i-4 amino
acid residue is associated with an enhanced local dynamics of the
helix; depending on the sequence context, the presence of multiple
Ser groups within a transmembrane helix can also be associated with
an enhanced local hydration [73].
The crystal structure of the ChR-1/ChR-2 chimera [13] indicates both
inter- and intra-helical hydrogen bonds mediated by Ser and Thr
(Fig. 7). Helices D and E are bridged by a short-distance hydrogen
bond (2.4 Å) between S194 and T227 (Fig. 7B). Both helix-F S261 and
helix-G S295 hydrogen bond to the carbonyl group of helix-G I291.The Ser/Thr groups of helix D engage in three hydrogen bonds with
the i-4 backbone carbonyls (T203, T204, and S208 in Fig. 6B), and two
hydrogen bonds with helices C and G (S194 and T188 in Fig. 7B). In-
spection of the homology model structures of several ChR-1s
(Figs. 4C–E) and ChR-2s (Fig. 3D and F) suggests that, within the
accuracy of a homology model, helix D tends to have both intra-
helical and inter-helical hydrogen bonds. A network of hydrogen
bonds involving Ser/Thr groups of helices D and E was also noted in
a homology model of Dunaliella salina ChR-2 [27].
Based on our previous simulations on model peptides containing
Ser/Thr [73], we hypothesize that the intra- and inter-helical hydrogen
bonds of helix D are important structural determinants of the dynamics
of the helix. The dynamics of helix D are likely important for the channel
function, because helix D contains the conserved Asp (D115 in BR) that
hydrogen bonds to a Thr on helix C (BR T90, see Fig. 7D). The reason
why BR T90 is replaced by Cys in all channelrhodopsins studied here
is not clear (Fig. 1C; see C167 in Fig. 7C). FTIR spectroscopy experiments
indicate a hydrogen bond between the corresponding Asp and Cys of C.
reinhardtii ChR-2 [66]. The distance between the sidechains of D195 and
C167 in the ChR-1/ChR-2 crystal structure (4.5 Å, see Fig. 7C) is some-
what large for a hydrogen bond [13], and molecular dynamics simula-
tions were interpreted to suggest that the Asp/Cys hydrogen bond
between helices C and D may be mediated by water [81,82]. Though
indeed hydrogen bonding of a cysteine sidechain is weaker than that
of a hydroxyl group [83] and may be dynamic, we note here that the
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er example of a carboxylate/sulfydryl inter-helical interaction; the Asp
and Cys groups of A. acetabulum rhodopsin correspond to, respec-
tively, D96 and L223 of BR (Fig. 1B,C). High-resolution crystal struc-
tures and prolonged molecular dynamics simulations of wild-type
channelrhodopsin intermediate states would be necessary to dissect
the structural and dynamical determinants of the spectral ﬁnger-
prints observed in experiments.
8. Implications for water dynamics and the proton-
transfer mechanism
The availability of the crystal structure of the ChR-1/ChR-2 chi-
mera [13] and information from spectroscopy regarding the proton-
ation states along the reaction cycle of, e.g., C. reinhardtii ChR-2 [12]
provide starting points for computations of putative proton-transfer
pathways, though differences in the electrical currents recorded for
various channelrhodopsin [16] suggest that structures of wild-type
channelrhodopsins may be necessary for comparing experiments
and computations.
The essential role of waters in proton pumping by BR (see, e.g., refs.
[85–97]) highlights the importance of accurate information on how
water dynamics couple to the protonation/deprotonation reactions
and to ion transfer in channelrhodopsins. The polar environment of
the putative ion-conducting pore is compatible with waters being
present inside channelrhodopsin — as molecular dynamics simulations
also appear to suggest (e.g., refs. [11,24,82]). The higher polarity of the
retinal Schiff base environment in channelrhodopsins vs. BR (Figs. 5A,
B, and 7C, D) could imply different energetics for water motions in the
retinal region: In BR, hydrophobic groups close to the K216 sidechain
contribute to the rate-limiting step for the passage of a water molecule
on the D212 side of the retinal (Fig. 7D) [98]. Replacement of A215 by
Ser and of the hydrophobic V217GF219 sequence by NxW in most
channelrhodopsins (Figs. 1G, 7C and D) is likely to alter the energetics
of water movement in the retinal Schiff base region.
The numerous polar and charged groups of the transmembrane
helical segments (Figs. 1–3, 7B, Table 1) could give rise to complex
hydrogen-bond dynamics, as we indeed observed for other membrane
proteins [65,99,100]. The importance of dynamical inter-helical hydro-
gen bonds for the conformational dynamics of the protein [100] and
the large extent to which protein dynamics can couple to the proton-
ation state [101] highlight the importance of accurate protein struc-
tures, and raise the questions as to how inter-helical hydrogen bonds
involving inter-helical polar and charged groups (Figs. 1, 3 and 4) affect
the dynamics of channelrhodopsin, and how the protein and water
dynamics couple to proton transfers.
9. Conclusions
We performed bioinformatics analyses of channelrhodopsins and
inspected conservation motifs. Within the set of sequences analyzed
here, we ﬁnd that some conservation patterns are observed in all
channelrhodopsins, whereas others appear speciﬁc to ChR-1 or to
ChR-2. For example, though most channelrhodopsins have ﬁve Glu
groups in helix B, the signature of the helix-B Glu motif appears
somewhat more restricted in ChR-2 than in ChR-1 (Table 3). Like-
wise, the Asp of helix D (D156 in C. reinhardtii ChR-2) appears always
in the context DxGwhen in ChR-2, but in ChR-1 the Gly upstream the
Asp can be replaced by Ala or Cys (Fig. 1D).
Dynamic inter-helical hydrogen bonds can inﬂuence the conforma-
tional equilibrium of a membrane protein [100]. An interaction that ap-
pears particularly important for the conformational dynamics of
channelrhodopsin is between a helix-C Asp and a helix-D Cys group,
at the site of the so-called DC gate [66]. The relevance of this interaction
for understanding the conformational dynamics of channelrhodopsins
is underscored by the observations that, in ChR-2 the C128T mutationchanges the kinetics of the reaction cycle [19]. Based on the analysis of
the sequences considered here, and considering the signiﬁcant effects
that the presence of multiple Ser/Thr groups can have on the dynamics
of a transmembrane helix [73], we suggest that the dynamics of helices
C and D along the channelrhodopsin reaction cycle may be very differ-
ent from BR. Recent experiments suggest that helices B and F move
during the reaction cycle [102,103]. Given the spatial proximity be-
tween helices B and C (e.g., Figs. 3B and 7A) and that helix B contains
many groups that can hydrogen bond (Fig. 1A), movement of helix B
may be coupled to rearrangements of inter-helical hydrogen bonds
and changes of protein and water dynamics at remote sites in the pro-
tein. The numerous charged and polar groups of the transmembrane
region of channelrhodopsins (Figs. 3, 4, and 7A–B) could give rise to
complex patterns of inter-helical hydrogen bonding networks, and par-
ticipate in coupling the dynamics of the protein to its protonation state.
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